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（HF）、厦门（XM）、宁德（ND）8 个不同区域的野生群体和 1 个东山养殖（S）
群体共 124 尾，测定其线粒体 DNA 控制区（D-loop）全长 895bp 的序列，并在
Genbank 下载鰕虎鱼亚目 Gobioidei 不同科的 8 种鱼类进行比对。通过软件对塘
鳢科鱼类 D-loop 区 DNA 序列结构和中华乌塘鳢的群体遗传结构进行分析，得出
以下结论： 
1． 不同种的鰕虎鱼亚目鱼类控制区序列采用 Clustal W 排序后，对结构进
行分析，识别了其扩展终止序列区（extended terminal regions, ETAS）,中央保守




一般形式，并找到 5’端常见的可变串联重复位点(variable number of tandem 
repeats，VNTRs)。其中 TAS-3 在塘鳢科和鰕虎鱼科存在较大差异，4 种鰕虎鱼
的 TAS-3 序列都存在变异，推测 TAS-3 在鰕虎科中并不存在。6 个 CSB 区域在
种间都有较高的同源性。同时还发现除了 TAS 区形成的茎环结构外，还有 1 个
特殊的互补配对序列形成的的强终止。其序列为：TATTTAT，ATAAATA，这样
的强互补序列在其它中鰕虎鱼亚目鱼类间非常保守。 
2．  基于 8种鰕虎鱼亚目鱼类 D-loop 区全长序列，采用 2 种不同的算法构
建系统树，不同的树其拓扑结构均表明， 中华乌塘鳢（Bostrichthys sinensis）、
云斑尖塘鳢 （Oxyeleotris marmoratus）和線紋尖塘鱧 （Oxyeleotris lineolata）3
种塘鳢科鱼类聚成 1 簇，而另外 1 种塘鳢科的刺蓋塘鱧（Eleotris acanthopoma）






















4.  群体间的遗传结构分析得出：在野生群体之间，除北海群体到相邻的 2
个地理群体（越南和东兴）遗传距离小于 0.01，其它地理群体的遗传距离均较
大，体现出一定的遗传分化。8 个野生群体的 AMOVA 分析表明，所有群体间的




































To study the genetic structure of Bostrichthy sinensis, which is a kind of costal 
warm water fish, 124 individuals fish sampled from eight different geographical sites 
and one cultured population were sequenced. The complete mitochondrial DNA 
control region (D-loop) has been acquired, and other 7 species D-loop sequences fish 
belong to the same family (Gobioidei) has been downloaded from Genebank. Our 
research results based on analysis of those sequences as follows: 
1. all the individuals were aligned by Clustal W with seven other species of 
Gobioidei family from GenBank. According to the alignment, three domains the 
termination associated sequence domain (TAS), the central conserved domain (CD) 
and the conserved sequence block domain (CSB), were identified in the mtDNA 
control region of Eleotridae. A termination associated sequence (TACAT) and its 
reverse complementary sequence (ATGTA) were found in the three TAS domain 
(TAS-1, TAS-2,TAS-3). Three conserved blocks (CSB-F, CSB-E, CSB-D) in the CD 
domain and three conserved sequence blocks (CSB-1, CSB-2, CSB-3) in the CSB 
domain were also identified. Repeat sequences were found in the 5′ends of the control 
region. A special stem-loop structure is be found in the TAS domain, the sequences 
(TATTTAT, ATAAATA) is conserved among different species among Gobioidei 
family.  
2.  The molecular phylogenetic relationship of eight species of Gobioidei was 
based on the control region using MEGA software. The results showed that three 
Eleotridae species get in one cluster; three kinds Gobiidae fish get together in another 
cluster, the results supports the traditional taxonomy. 
3.  The genetic structure within populations are analyzed, the level of genetic 
diversity among different populations vary large. The highest level of nucleotide 
diversity is the ZJ population, and the lowest one is BH population. The haplotype 
diversity ranged from 1(Y, ZH, and XM)to 0.86(BH). The results also revealed the 















4.  The genetic structure among different population has also analyzed, the 
genetic distance ranged from 0.02581(ZJ and ND) to 0.00703 (BH and DX), and the 
adjacent populations all have high gene flow. The data showed that there has a linear 
relationship between the geographic distance and the level of genetic differentiation 
among populations. The haplotypes network indicates that single origin, and multiple 
population expansion among Y, BH, DX, and ZJ. Three neutrality tests all showed 
that the XM and ND population had experienced bottleneck effect in the history of 
evolution, the reason could be the Quaternary Glaciation had changed the earlier habit 
conditions of Bostrichthy sinensis in FuJian province.   
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